. Clone library coverage based on Good's C estimator of the eukaryotic 18S rDNA clone libraries from the water containers. The ratio observed phylotypes: predicted phylotypes (S Chao1 ) was 0.7 in autumn, 0.87 in winter and 0.47 in spring.
Fig. S2
. Phylogenetic tree of relationships of 18S rDNA (ca. 1600 bp) of the representative unique (grouped on ≥98% similarity) eukaryotic clones (in bold) found in the tap water containers, based on the neighbour-joining method as determined by distance Jukes-Cantor analysis. One thousand bootstrap analyses (distance) were conducted. GenBank numbers are shown in parentheses. Scale bar represents 2% estimated. 
